Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.045; wR factor = 0.129; data-to-parameter ratio = 22.9.
In the title compound, C 26 H 26 N 2 O 2 , the piperidinone ring adopts a distorted boat conformation. The two phenyl rings substituted at positions 2 and 6 of the piperidinone ring occupy axial and equatorial orientations, which are approximately perpendicular to each other [89.14 (8) ]. The phenylcarbamoyl group adopts an extended conformation. The crystal structure is stabilized by intermolecular C-HÁ Á ÁO interactions.
Related literature
For general background to the pharmaceutical activity of piperidine derivatives, see: Mobio et al. (1989) ; Palani et al. (2002) . For hybridization, see: Beddoes et al. (1986) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For ring conformational analysis, see : Cremer & Pople (1975) ; Nardelli (1983) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x þ 1; y; z; (ii) Àx þ 1; Ày þ 1; Àz.
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009 (Mobio et al., 1989) . Piperidines have a favourable pharmacokinetic profile in rodents and primates, excellent oral bioavailability, and potent antiviral activity against a wide range of primary HIV-1 isolates and considered as promising new candidate for the treatment of HIV-1 infection (Palani et al., 2002) .
The ORTEP plot of the molecule is shown in Fig. 1 . The piperidine ring adopts distorted boat conformation, with the puckering amplitudes q2 = 0.5877 (13)°, q3 =-0.1100 (13)°, φ = 258.06 (12)° (Cremer & Pople, 1975) and asymmetry parameters Δ s (C2)=Δ s (C5) = 18.55 (12)° (Nardelli, 1983) . The planar phenyl rings substituted at positions 2 and 6 occupy axial indicates sp 2 hybridization (Beddoes et al., 1986) .
The phenylcarbamoyl group attached to the N1 atom adopts an extended conformation which is evidenced from the torsion angle [N1-C7-N2-C8=]169.19 (11)°. The crystal structure is stabilized by C-H···O type of intermolecular interactions in addition to van der Waals forces. The C20-H20B···O1 interaction between the molecules lead to the dimer arrangement along the bc plane. These dimers are interconnected by C18-H18···O2 hydrogen bonds, which form a one dimensional chain running along a -axis (Fig. 2 ).
A mixture of c-3,t-3-dimethyl-r-2,c-6-diphenylpiperidin-4-one (1.4g), phenylisocyanate (1.1ml) and triethylamine (2ml) in anhydrous benzene (20ml) was stirred at room temperature for 7 hours. The precipitated ammonium salt was washed with water (40ml). The resulting pasty mass was purified by crystallization from benzene and pet-ether (60-80°C) in the ratio of 95 : 5.
Refinement
H atoms were positioned geometrically (C-H = 0.93 -0.98Å) and allowed to ride on their parent atoms, with U iso (H) = 1.5U eq (C) for methyl H and 1.2U eq (C) for other H atoms. The components of the anisotropic displacement parameters of C24 and C25 in the direction of the bond between them were restrained to be equal within an effective standard deviation of 0.001. Figures   Fig. 1 . The ORTEP plot of the molecule with 30% probability displacement ellipsoids. 
c-3,t-3-Dimethyl-4-oxo-r-2,c-6-diphenylpiperidine-1-carboxamide
Crystal data 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

